Expression levels of Foxo1, Foxo3 and Smad4 were assessed by qRTPCR. A Foxo1 transcript levels were reduced only when shRNA targeting Foxo1 was employed. B Foxo3 expression was only significantly inhibited when Foxo3 shRNA constructs were used. C Smad4 expression was significantly repressed upon Smad4 knockdown. Results are shown as mean of Log 2 (fold change)±SEM in specific shRNA construct condition vs. scrambled control (set as 0). ****p<0.0001, ***p<0.001, **p<0.01, *p<0.05; One-sample t-test; replicate numbers indicated in graphics. 
